ABSTRACT We report the complete genome sequence of Bradyrhizobium diazoefficiens USDA 122, a nitrogen-fixing soybean symbiont. The genome consists of a 9.1 Mb circular chromosome, and 8,551 coding sequences (CDSs) were predicted on the genome. The sequence will provide insight into the evolution of rhizobial genome, and the symbiotic compatibility with host plants.
B
radyrhizobium diazoefficiens (reclassified from B. japonicum) is a nitrogen-fixing symbiont for several legumes. The complete genome of USDA 110 T was reported in 2002 (1) . Comparative genomics indicated the presence of genomic variations between USDA 122 and USDA 110 T , even though their 16S rRNA gene sequences are identical (2) . Furthermore, symbiotic compatibility with Rj2-soybean plants differs between the two strains (3, 4) . Thus, we determined whole-genome sequence of USDA 122.
The genome of USDA 122 consists of a single chromosome (9,136,536 bp, 64.0% GϩC). A total of 8,551 protein-coding genes, 51 tRNAs, and three rRNAs were predicted on the genome. The average nucleotide identity (10) and the DNA-DNA hybridization (11) values between the genomes of USDA 122 and 110 T were 98.5% and 89.4%, respectively. A dot plot analysis revealed that USDA 122 genome possesses a strong collinearity with USDA 110 T genome with a large inversion. The results of pan-genome analysis based on protein clustering revealed that the predicted 1,069 gene products (12.5%) did not show high similarity (Ͻ70% amino acid sequence identity) to any genes of USDA 110 T . Accession number(s). The genome sequence of USDA 122 and the end sequences of BAC and cosmid libraries have been deposited at DDBJ/EMBL/GenBank under the accession numbers CP013127, FT932078 to FT936035, and FT936036 to FT939357, respectively.
